ABSTRACT Rhodoplanes sp. strain T2.26MG-98 was isolated from the deep subsurface of the Iberian Pyrite Belt. We report its draft genome, consisting of 214 contigs with a chromosome of ϳ5.6 Mb and a 53.7-kb plasmid. The chromosome annotation identified 4,994 coding DNA sequences, 1 rRNA operon, and 57 tRNA genes.
planes piscinae DSM 19946 as a reference genome. The CRISPRCasFinder Web server was used to find clustered regularly interspaced short palindromic repeat (CRISPR) structures (17) . A total of 4,994 coding DNA sequences, 57 tRNA genes, 1 rRNA operon, 1 transfer-messenger RNA (tmRNA), 445 signal peptides, and 4 CRISPR sequences were identified. A complete set of genes encoding nitrate ammonification, denitrification, and sulfur oxidation, as well as thiosulfate reduction, was detected. A gene encoding a periplasmic iron oxidase (UniProtKB accession number P50500) identified in Acidithiobacillus ferrooxidans (18) was also detected in the genome. The strain also presents genes encoding the reduction of perchlorate, an activity of astrobiological interest (19) . Regarding annotation of the 53.7-kb plasmid, 69 coding genes were identified. Genes involved in the regulation of the plasmid copy number (repA), one signal peptide, and one tRNA were identified.
The analysis of the genome of Rhodoplanes sp. strain T2.26MG-98 should be helpful in identification of the mechanisms used for life to develop in the extreme oligotrophic conditions existing in the dark biosphere.
Data availability. Reads have been deposited at DDBJ/ENA/GenBank under the accession number ERR2843940, and the complete genome sequences and annotations have been deposited under the accession numbers UWOC00000000 for this chromosome, LR026982 for this plasmid, and GCF_900604295 for the annotation. The version described in this paper is the first version.
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